
Box 2: Comparison of QIIME OTU Table collapsing code with native QIIME OTU table data 
structures (Panels A-D) and biom-‐format Table objects (Panel E). Given an OTU table and 
associated sample metadata, this code collapses sets of samples with the same value for a given 
metadata entry into a single sample. Here we illustrate the vastly reduced complexity of this 
operation using biom-‐format Table objects (in QIIME 1.4.0-dev svn revision 2770 and later; Panel 
E) versus native QIIME objects in QIIME (QIIME 1.4.0 and earlier, Panels A-D). The full version of 
each example can be found in the QIIME repository using the information in each panel caption.	  
	  
Panel	  A:	  QIIME	  1.4.0:	  Qiime/scripts/summarize_otu_by_cat.py	  	  
(prior	  to	  switch	  to	  biom-‐format	  Table	  objects).	  
	  

	  
	  
Panel	  B:	  QIIME	  1.4.0:	  Qiime/qiime/summarize_otu_by_cat.py	  	  
(prior	  to	  switch	  to	  biom-‐format	  Table	  objects).	  
	  

	  



Panel	  C:	  QIIME	  1.4.0:	  Qiime/qiime/summarize_otu_by_cat.py	  	  
(continued;	  prior	  to	  switch	  to	  biom-‐format	  Table	  objects).	  
	  

	  
	  
	  
	  
	  
	   	  



Panel	  D:	  QIIME	  1.4.0:	  Qiime/qiime/summarize_otu_by_cat.py	  	  
(continued;	  prior	  to	  switch	  to	  biom-‐format	  Table	  objects).	  
	  

	  
	  
	  
Panel	  E:	  QIIME	  1.4.0-‐dev,	  revision	  2770:	  Qiime/scripts/summarize_otu_by_cat.py	  
Replacement	  for	  all	  code	  in	  Panels	  A-‐D	  after	  switch	  to	  biom-‐format	  Table	  objects	  from	  native	  QIIME	  
OTU	  table	  data	  structures.	  
	  

	  


